tRNA Gly complex (blue) and the structural model which fits best to the wild type experiemental data as a cartoon. B). The conformation of Stem III that fits best to the wild type experimental data was extended by adding 10 additional base pairs (yellow). In B), orthogonal views of the molecular envelope are shown, which support the position and orientation of the elongated Stem III helix. C) Fit of the theoretical scattering profile computed from the model glyQS (S3.10): tRNA Gly complex to the experimental profile. The left panel in C) was computed using CRYSOL (1) and right panel was computed using AquaSAXS (2) . Note that the two programs use different algorithms for modelling the primary hydration shells and, overall, AquaSAXS produces a better fit of the theoretical data to the experimental data. The theoretical and experimental scattering profile in C) are depicted as Kratky plots in which the horizontal and vertical axis correspond to q (Å -1 ) and Iq 2 respectively. 
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